The Snowtrout, Schizothorax richardsonii, is a vulnerable fish species found in different rivers and rivulets of the Himalayan region. The species is also a suitable poikilotherm to study the lowtemperature tolerance as it dwells well at a temperature range of 5e20 C. The solute carrier (SLC) group of membrane transport proteins play an integral role in cellular acclimation response. The present RNA sequencing was done to identify solute carrier transporter which are the major gene cascades responsible for transport of sugars, amino acids, oligonucleotides, ions, drugs, etc. to and from the cell organelles. A reference transcriptome database was created from liver tissue of Schizothorax richardsonii through RNA sequencing on Illumina HiSeq 2000 platform. The sequences were annotated and characterized under various solute carrier families in the species. So far, 113 transcripts were identified as solute carrier transporter genes categorized under 13 different families. This data will be useful for many researchers working on gene cloning and differential expression of solute carriers.
Data
The raw RNA-Seq data is available on NCBI GENBANK (SRA acc. No. SRX643306). The present dataset is extracted (annotated and characterized as solute carrier transporter) from the de novo assembly of transcriptome data of Schizothorax richardsonii. Nucleotide sequences of all solute carrier genes identified in the transcriptome of S. richardsonii is provided in '.txt' file format.
Experimental design, materials and methods
The details of sample collection, experimental design, RNA isolation, and sequencing were reported earlier [1] . RNA sequence data of Schizothorax richardsonii (Bio-project accession no PRJNA253239) were retrieved from NCBI GenBank (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA253239). The raw reads were subjected to quality check using Fast QC v.0.11.8 followed by trimming using Fastx toolkit V. 0.0.13. The trimmed and cleaned reads of both (SRR1503433 and SRR1552917) were pooled for de novo assembly using CLC Genomics Workbench (QIAGEN Bioinformatics, USA). The contigs so obtained were further assembled into transcripts using CAP3 [2] . The coding sequences of assembled transcripts were identified using TransDecoder v.5.5.0 (https://github.com/TransDecoder/TransDecoder/releases) on default parameters. The CDS generated through TransDecoder were matched for functional annotations using nonredundant BLASTx tool of NCBI GenBank (https://blast.ncbi.nlm.nih.gov). The Value of the data The dataset is a readily available reference of solute carrier transporter genes mined from the liver transcriptome of a nonmodel fish. These will be helpful for researchers working on the same species or closely related species particularly on transporters, ion channels, etc. Useful for differential gene expression and phylogenetic analysis with evolutionary and comparative genomics studies. gene identified as solute carrier transporters were extracted from complete transcriptome assembly using in-house pearl script (Table 1) .
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